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Introduction
The regulation of fuel selection and metabolism by mammalian tissues has been an area of great interest in life sciences and medical research for many years due to the relationship of dysfunction in these pathways with the development of a wide array of diseases. For example, selection between carbohydrate, amino acid, and fatty acid utilization by skeletal muscle tissues has been a major focus of study for metabolic transitions in response to feeding and fasting, changing diet compositions, and exercise. Skeletal muscle relies on a high degree of metabolic flexibility for fuel selection and metabolism, which is regulated by the complex interplay of hormones and metabolic factors in response to changes in physiology and energy demands [1] . Fuel selection hinderance due to dysfunctional muscle signaling results in the induction of "metabolic inflexibility", a hallmark in disorders like obesity, type II diabetes mellitus, liver disease, and many others [1] . The heart relies on a similar degree of flexibility in fuel selection and metabolism to supply enough adenosine triphosphate (ATP) to maintain its hemodynamic function. The heart of an average human male consumes~430 L of molecular oxygen (O 2 ) a day to support mitochondrial ATP production [2] . Approximately 90% of this ATP is supplied by mitochondria where~70-90% is produced from the oxidation of fats [2] . The remainder is generated by the combustion of ketone bodies, glucose, amino acids, and lactate [3] . Metabolic gridlock and inflexibility can have dire consequences for heart tissue since it prevents the selection of substrates that are required to supply ATP for T cardiomyocyte contraction [3] . This inevitably culminates with the development of heart disease due to reliance on glycolysis, which does not supply enough ATP to maintain the hemodynamic function of the heart. Hepatocytes in the liver also rely on having a high degree of metabolic flexibility to not only sustain intrahepatic ATP levels, but also to maintain glucose, amino acid, and fat homeostasis in response to changes in whole-body energy and nutritional demands. Overall, fuel selection and metabolism and its regulation by the concerted action of complex hormonal circuits and intracellular signals is vital for physiology.
Mammalian cells contain an entire "redoxome" that is required to change protein function in response to fluctuations in redox buffering capacity. These changes are mediated through the redox modification of protein cysteine thiols in response to alterations in the availability of H 2 O 2 and NADPH. Increased H 2 O 2 production oxidizes protein cysteine thiols [4] . NADPH has the opposite effect; restoring the reductive capacity of cell redox buffering networks. These pathways cross communicate with other signaling cascades to modulate a wide array of cell functions including cellular division and growth, wound healing, embryonic development, motility and immune cell function, energy sensing and bioenergetics [5] [6] [7] . At its core, nutrient metabolism and fuel combustion relies on redox reactions which produce H 2 O 2 and NADPH. Changes in redox state feedback onto nutrient oxidizing pathways for the regulation of fuel metabolism and ROS production. An excellent example of this concept is the impact of protein S-glutathionylation reactions on mitochondrial bioenergetics where oxidation of glutathione pools results in the inhibition of numerous proteins, decreasing ROS production (reviewed in Refs. [8] ). This topic has been reviewed Fig. 1 . A unifying hypothesis for H 2 O 2 second messaging through cellular glutathione pools. I) An intra-or extracellular environmental cue is received by the cell resulting in a temporary burst in H 2 O 2 production. The source of H 2 O 2 can also originate from adjacent cells or extracellular generators. The stimuli can induce the site-specific generation of H 2 O 2 by extracellular, cytosolic, or mitochondrial sources. Additionally, the H 2 O 2 signals can self-amplify one another, either through the temporary inhibition of cellular peroxiredoxins or via the propagation of ROS production through the stimulation of another generator. II) H 2 O 2 is rapidly quenched near its source of production by the rapid action of glutathione peroxidases (GPx). Removal involves an active site selenocysteine, which is oxidized by H 2 O 2 to form a selenol that is resolved by two reduced glutathione (GSH) molecules. This results in production of glutathione disulfide and the oxidation of the cellular glutathione pool (decrease in the ratio of GSH/GSSG). III) Decrease in GSH/GSSG is sensed by glutaredoxins (GRX1; cytosol and intermembrane space, GRX2; matrix) and glutathione S-transferase (GSTP) resulting in the S-glutathionylation of a protein resulting in information transmission. IV) Metabolic enzymes involved in glycolysis, the Krebs cycle, fatty acid and amino acid oxidation, and oxidative phosphorylation are also subjected to S-glutathionylation by GSTP and GRX1/2. This event inhibits catabolic pathways decreasing ROS production and promoting the diversion of metabolites towards pathways that synthesize NADPH. V) Provision of NADPH and inhibition of ROS production results in the reduction of glutathione pools and the restoration of cell redox buffering capacities. This activates the deglutathionylase activities of the glutaredoxins restoring metabolic fluxes through catabolic pathways. extensively in the context of the inhibition of ROS production in mitochondria. However, the global effects of S-glutathionylation on cellular metabolism and its role in diverting fuels into pathways that promote NADPH production whilst simultaneously desensitizing H 2 O 2 signals has not been discussed. Here, I provide a unifying hypothesis for redox signaling wherein H 2 O 2 signals are not only mediated and amplified through the oxidation of glutathione pools and the subsequent Sglutathionylation of proteins but also desensitized thereafter via a three-pronged mechanism that involves the global regulation of cellular metabolism; deactivation of pathways that generate ROS, promotion of flux through pathways that generate NADPH, and direct inhibition of H 2 O 2 -producing enzymes.
Protein S-glutathionylation reactions and the inhibition of metabolic flux
Once viewed as a toxic molecule that induces oxidative distress, H 2 O 2 is now considered an important second messenger that, when produced in the cytosol, by mitochondria, or extracellular sources, modulates fuel selection and metabolism in response to changes in the surrounding environment (e.g. nutritional status) [4, 9, 10] . Hydrogen peroxide is thought by some to fulfill its second messenger function by directly oxidizing a protein cysteine thiol (-SH) to a reactive sulfenic acid (-SOH) intermediate, which activates or deactivates a protein [11] . The caveat associated with H 2 O 2 serving as a direct messenger is that it reacts very slowly with a vast majority of protein and non-protein thiols. This is attributed to several factors; 1) high activation energy of H 2 O 2 , 2) reactions are kinetically slow (~20 M −1 s −1 with low molecular weight thiols), which is attributed to the high pKa of most protein and non-protein -SH groups (~8.2 and the spontaneous oxidation of thiols by H 2 O 2 requires deprotonation and thiolate anion formation), 3) concentration of H 2 O 2 normal cells is 10 −7 -10 −9 M [12] . Another important consideration is the formation of -SOH. It has been reported that several enzymes can be directly oxidized by H 2 O 2 , resulting in the generation of a sulfenic acid moiety. This occurs in enzyme active sites or areas surrounding these sites where the presence of positively charged amino acids lower the pKa values of catalytic cysteine thiols, promoting their ionization to a nucleophilic thiolate anion that attacks an oxygen in H 2 O 2 [13] . It has been indicated that this plays an integral role in epidermal growth factor signaling through the inhibition of protein tyrosine phosphatase-1B (PTP1B) [14] . However, a report published by Forman et al contended that this reaction would be outcompeted by glutathione because 1) the rate constant for sulfur oxidation in PTP1B is 9-43 M −1 s −1 , 2) the rate constant for elimination of H 2 O 2 by glutathione peroxidases (GPX;~10 7 M −1 s −1 ), and 3) the rapid rate for glutathionylation and deglutathionylation of target proteins by glutathione S-transferase P (GSTP) and glutaredoxin (GRX) enzymes, respectively [12, 15] . Additionally, -SOH is unstable and rapidly forms mixed disulfides with glutathione or generates sulfonamides. Generally, a second messenger should be able to elicit a rapid and robust change in cell behavior in response to intra-and extracellular cues and modify target proteins whilst avoiding unwanted side reactions. These properties negate the ability of H 2 O 2 to elicit rapid and robust changes in cell behavior through the direct oxidation of proteins.
The concept that protein S-glutathionylation is essential for amplifying H 2 O 2 signals to change cell behavior in response to stimuli has been reviewed extensively ( Fig. 1) [8, 12] . Briefly, protein S-glutathionylation is highly responsive to changes in the availability of GSH and GSSG [16] . Oxidation of cellular glutathione pools by H 2 O 2 results in the S-glutathionylation of proteins, which alters their functions. The NADPH-mediated reduction of GSSG and restoration of GSH levels has the opposite effect [16] . The second important feature that allows glutathionylation to interface between the exposome and regulation of cell behavior is that the modification fulfills all the criteria that are required for a post-translational modification (PTM) to serve as a regulatory device [17] . This concept has been reviewed extensively elsewhere [5, 17] . In brief, unlike other cysteine redox modifications, the S-glutathionylation/deglutathionylation of proteins is mediated by GSTP and GRX enzymes and are reversible, specific, and respond to changes in the intra-and extracellular environment [12] . Notably, GSTP has been documented to rapidly modify several protein targets by glutathionylation in the cytosol and potentially the nucleus and mitochondria (reviewed in Ref. [12] ). The deglutathionylase activities of GRX1 and GRX2 are also well-documented [18] and GRX2 has also been implicated in catalyzing the reverse reaction [16] . However, the capacity of the glutaredoxins to catalyze the S-glutathionylation of proteins remains questionable given that high concentrations of GSSG would be required to do so and the steric and electrostatic restraints associated with this reaction [19] . Another key feature of a second messenger is that it is required to amplify cell signals through rapid and robust changes in its cellular concentration. Unfortunately, H 2 O 2 levels in normal cells occur in the nM range and induce oxidative distress at micromolar concentrations [20] . By contrast, the glutathione concentration in cells is in the millimolar range and the relative concentration of GSH and GSSG can change rapidly in response to H 2 O 2 quenching by GPX and the action of GR. Therefore, the rapid spatiotemporal oxidation and reduction of glutathione pools would serve as an ideal redox signal amplifier for H 2 O 2 .
Protein S-glutathionylation is a ubiquitous redox modification that regulates a myriad of cell processes ranging from cell division, migration, phagocytosis, and signaling to calcium homeostasis, and energy sensing [21, 22] . Importantly, protein S-glutathionylation is also required to regulate metabolic flux. Most of this work has focused on mitochondria, where S-glutathionylation serves as a prevailing redox sensor for the regulation of bioenergetics, fission/fusion, solute transport and proton leaks, and apoptosis [23] . However, protein S-glutathionylation events in mitochondria have two other important characteristics; 1) these reactions inhibit the activities of most enzymes in the Krebs cycle and electron transport chain and 2) serve as a negative feedback loop for the inhibition of ROS production [24] . Additionally, few articles and studies have focused on the global impact of protein Sglutathionylation on other metabolic pathways. For example, a key word search for the terms "glutathionylation + glycolysis" in PubMed yields mostly articles on the regulation of glyceraldehyde-3-phosphate dehydrogenase (GAPDH) and only a handful of articles on how it regulates glycolysis in plants. Few articles have addressed the importance of glutathionylation in the regulation of glycolytic flux in mammals as well as other pathways such as amino acid and fatty acid degradation in mitochondria. However, careful examination of the literature has revealed that like mitochondria, glycolysis is also inhibited by protein Sglutathionylation in mammals which diverts metabolites towards NADPH production. Based on this and in consideration of its capacity to inhibit other metabolic pathways such as amino acid and fatty acid catabolism, protein S-glutathionylation would also play a vital role in redox signal desensitization. This is achieved via a three-pronged approach; 1) by inhibiting metabolic flux through pathways that promote ROS production, 2) redirecting metabolites into pathways that support antioxidant defense systems, and 3) direct inhibition of enzymes that produce ROS ( Fig. 1 ). Additionally, S-glutathionylation has the added benefit of protecting catalytic cysteines and vicinal thiols that are vulnerable towards oxidative deactivation. In the following sections, I survey current literature on the impact of protein S-glutathionylation on glycolysis, glycogen biosynthesis, gluconeogenesis, and pyruvate uptake and oxidation by mitochondria and its role in desensitizing ROS signals and protecting enzymes from oxidative deactivation. I also discuss its role in inhibiting metabolic flux through amino acid and fatty acid catabolism pathways followed by the presentation of a unifying hypothesis wherein protein S-glutathionylation reactions are required to both amplify H 2 O 2 signals and desensitize them thereafter ( Fig. 1 ).
Glycolysis
ROS-mediated alteration in glycolytic flux in favor of the diversion of glucose-6-phosphate towards the pentose phosphate pathway is the canonical example of the regulatory control redox signals hold over metabolic fluxes and fuel selection. Glycolysis is a metabolic pathway that involves the conversion of monosaccharides to pyruvate in the cytosol [25] . The pathway is comprised of 10 chemical reactions and produces ATP and reduced β-nicotinamide adenine dinucleotide (NADH). ATP is subsequently used to drive cell processes whereas NADH is oxidized by either cytosolic malate dehydrogenase (MDH2) or cytoplasmic-L-lactate dehydrogenase (c-L-LDH), producing malate and lactate, respectively [26, 27] . Malate and lactate are subsequently imported into the matrix of mitochondria and metabolized by mitochondrial malate dehydrogenase (MDH1) and mitochondrial-L-lactate dehydrogenase (m-L-LDH), respectively, reforming NADH which is then oxidized by complex I of the respiratory chain [27] . In anaerobic or hypoxic cells, NADH is oxidized exclusively by c-L-LDH and lactate is exported from the cell to maintain glycolytic flux.
The glycolytic pathway begins with the cellular uptake of the monosaccharide glucose and its ATP-dependent phosphorylation on the C-6 position by hexokinase (or glucokinase in the liver), generating glucose-6-phosphate [25] . Glucose-6-phosphate then enters the "preparatory phase" of the pathway, wherein the hexose ring if phosphorylated again, rearranged and degraded to form glyceraldehyde-3phosphate (GAP) and dihydroxyacetone phosphate (DHAP) [25] . The two trioses GAP and DHAP then enter the "pay-off phase", which generates ATP. First, GAP is oxidized and phosphorylated by glyceraldehyde-3-phosphate dehydrogenase (GAPDH), forming the high energy molecule 1,3-biphosphoglycerate [25] . The activity of GAPDH depends on a catalytic cysteine. The cysteine thiol is first ionized by a neighboring histidine residue producing a nucleophilic thiolate anion (-S -) which attacks the C-1 carbonyl in GAP [28] . The resulting covalent adduct is then oxidized in the presence of NAD + and then subjected to nucleophilic attack by inorganic phosphate, releasing 1,3-bisphosphoglycerate [28] . Phosphoglycerate kinase then transfers the phospho-group from the C-1 position forming 3-phosphoglycerate and ATP. Once produced 3-phosphoglycerate undergoes several rearrangements to generate phosphoenolpyruvate (PEP), which is then used in the final step of glycolysis to produce pyruvate and ATP.
Many other metabolic pathways are strongly reliant on the metabolites formed by glycolysis. For example, glucose-6-phosphate is required to produce glycogen, remove xenobiotics, and is used to generate ribose sugars and NADPH via the pentose phosphate pathway. GAP and DHAP are substrates for glyceroneogenesis and glycerol-3phosphate oxidation by mitochondria. Finally, pyruvate can generate alanine or lactate or be taken up and fully oxidized by mitochondria for the aerobic production of ATP. Additionally, the metabolism of other monosaccharides (e.g. fructose or galactose) requires their conversion into intermediates of the glycolytic pathway. These factors make glycolysis a primary site for regulation of fuel combustion, selection, and storage in response to environmental cues. This includes maintaining blood glucose homeostasis in response to fasting and fed-state conditions and the production of fat for energy storage in the liver and mobilization of glucose units from glycogen in muscle for energy production during exercise. The regulation of fuel selection and flux through glycolysis is also an important response to oxidative distress [29] . Exposure of cells to high levels of ROS results in a decrease in glycolytic flux and an increase in net flux towards the pentose phosphate pathway for the genesis of NADPH to support antioxidant defenses [29] . This adaptive and rapid redox response has been attributed to H 2 O 2 messaging [30] .
Glyceraldehyde-3-phosphate dehydrogenase
Evidence for the modification of GAPDH by glutathione can be traced back to the early 1990's when it was found that it can undergo "S-thiolation", now referred to as S-glutathionylation [31] . Modification required the stimulation of respiration, the production of H 2 O 2 , and oxidation of cell redox buffers [31] . Glutathionylation of GAPDH lowered its activity by 40%, which was restored with reducing agents [31] . Modification of GAPDH with glutathione first requires oxidation of the active site cysteine thiolate anion to -SOH. Intriguingly, Peralta et al demonstrated that GAPDH contains a shallow H 2 O 2 binding pocket which promotes its SN 2 -type nucleophilic attack by the catalytic cysteine thiol [32] . Following its formation, -SOH is glutathionylated, yielding a GAPDH mixed protein disulfide (GAPDH-SSG) [33] . It is likely that this mechanism is required to protect GAPDH from irreversible deactivation during a bout of oxidative distress. Once oxidative stress subsides and the reductive capacity of cellular glutathione pools is restored, the glutathionyl moiety is removed by GRX1 reactivating GAPDH [34, 35] .
The reversible S-glutathionylation of GAPDH in response to oxidative distress fulfills several important cellular functions. First, the sensitivity of GAPDH towards temporary oxidative deactivation makes it an excellent redox sensor. Inhibition of GAPDH by glutathionylation inhibits glycolysis, diverting glucose units towards the pentose phosphate pathway, a critical source of NADPH for antioxidant defenses. This was recently demonstrated by Peralta et al where treatment of yeast cells with H 2 O 2 resulted in GAPDH inhibition and an increase in NADPH/NADP + [32] . The inhibition of glycolysis through GAPDH glutathionylation has the added benefit of limiting pyruvate production for oxidation by mitochondria, which decreases ROS production and restores cellular redox buffering capacity. In a proteomic study aimed at identifying S-glutathionylation sites following fatiguing exercise, Kramer et al identified GAPDH target for modification [36] . Hydrogen peroxide-mediated oxidation of glutathione pools has been identified as an important mediator for the adaption of muscle towards exercise. In the case of GAPDH, glutathionylation protects it from irreversible oxidation during fatiguing exercise while simultaneously diverting fuels towards the pentose phosphate pathway to desensitize H 2 O 2 signals. It is worth noting, however, that prolonged GAPDH deactivation can be detrimental and has been related to disease progression and drug toxicity [37] . Therefore, like other target proteins, it is vital that the inhibition of GAPDH is temporary and short term to avoid the negative consequences associated with prolonged inhibition of cell metabolism. To this end, recent evidence has shown that GRX1 is required for the rapid deglutathionylation of GAPDH, which restores its activity [38] . Taken together, the temporary inhibition of GAPDH by S-glutathionylation plays several important roles; 1) diverts glucose-6-phosphate towards NADPH production, restoring cell redox capacity for the degradation of H 2 O 2 signals, 2) protects GAPDH from irreversible oxidation during H 2 O 2 signaling, and 3) inhibits carbon flux into pathways that generate ROS.
Other glycolytic targets for S-glutathionylation
In a recent study using hepatocyte cell lines to model acetoaminophen (APAP) toxicity, Chan and colleagues were able to demonstrate that several glycolytic enzymes are targets for S-glutathionylation [37] . APAP hepatotoxicity is associated with its oxidation by CYP2E1 in the liver to N-acetyl-p-benzoquinone imine (NAPQI), a strong electrophile that forms covalent adducts with protein cysteine thiols [37] . There is a strong correlation between the severity of APAP toxicity and the number of NAPQI adducts in plasma [37] . However, the authors also pointed out that there is a disconnect between adduct formation and APAP toxicity thereafter [37] . For instance, NAPQI adduct formation only moderately affects the activities of some hepatic enzymes like GPX1 [37] . Additionally, other proteins like calcium-dependent ATPases and phosphatases, that exhibit a decrease in activity during APAP toxicity are not modified by NAPQI [37] . Intriguingly, it was shown that glutathionylation patterns in liver sections isolated following APAP toxicity overlapped strongly with NAPQI modifications [37] . Additionally, NAPQI can form adducts with reduced glutathione, creating a good leaving group for nucleophilic attack by a protein cysteine thiol resulting in protein S-glutathionylation [37] . Alternatively, NAPQI can react directly with a protein thiol resulting in attack by GSH [37] . Using isotope-coded affinity tags (ICAT), Chan et al revealed that APAP toxicity was associated with the glutathionylation of fructose bisphosphate aldolase, triose phosphate isomerase, phosphoglycerate kinase, enolase, and pyruvate kinase [37] . These findings are significant for two reasons; first it demonstrates that there are multiple glutathionylation targets in the glycolytic pathway, which would hinder the production of pyruvate from glucose. The second important finding is that it reveals a novel mechanism for drug toxicity. In this case, APAP hepatotoxicity is associated with the non-specific S-glutathionylation of various glycolytic enzymes. It is critical to point out that oxidative distress and disease progression is related to the over oxidation of glutathione pools resulting in an accumulation of GSSG and the spontaneous and non-specific modification of proteins (however; this only occurs across a cell when GSH/GSSG = 1) [18] .
Using affinity-base probes, Kehr and colleagues profiled the S-glutathionylated proteome in Plasmodium falciparum and found that several glycolytic enzymes were among the 493 modified proteins [39] . This included GAPDH, LDH, pyruvate kinase (PK), and phosphoglucomutase [39] . Glutathionylation lowered the activity of GAPDH, but had no effect on LDH [39] . Pyruvate kinase was identified as a target for Sglutathionylation in 1983 [40] . The same study also documented that Sglutathionylation was required to protect PK from oxidative deactivation and that its activity could be restored by a thiol oxidoreductase, later identified as GRX1 [40] . This work was highly significant since it was one of the first demonstration that S-glutathionylation served as a cellular defense against oxidative distress [41] . This was followed by the identification of creatine kinase, carbonic anhydrase, and glycogen phosphorylase as glutathionylation targets [42, 43] . Cytosolic triose phosphate isomerase (cTPI), which catalyzes the reversible conversion of dihydroxyacetone phosphate to glyceraldehyde-3-phosphate, was also found to be S-glutathionylated in in A. thaliana [44] . Like GAPDH in mammals, cTPI is modified on catalytic Cys127 residue, inhibiting its activity [44] . This results in the diversion of carbon towards the pentose phosphate pathway in response to biotic or abiotic stress [44] . Clearly, more work is required to fully delineate the impact of S-glutathionylation on glycolytic flux. However, the evidence collected so far indicates that S-glutathionylation inhibits several glycolytic enzymes, which occurs through the covalent modification of active site cysteine residues. This leads to the diversion of glycolytic intermediates into pathways that generate NADPH whilst simultaneously preventing their entry into catabolic pathways that produce ROS. Overall, the temporary inhibition of glycolysis by S-glutathionylation plays an important role in the adaptation of cells towards oxidative eustress imposed during H 2 O 2 signaling. Importantly as well, non-specific S-glutathionylation of glycolytic enzymes and their prolonged inhibition occurs during APAP toxicity, resulting in cell death.
Regulation of 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 3 (PFKFB3)
PFKFB is a bi-functional enzyme that is required for the reciprocal regulation of glycolysis and gluconeogenesis for the provision of blood glucose levels in response to fed, fasting, or exercise conditions. In the fed state, 6-phosphofructo-2-kinase is activated, generating fructose-2,6-bisphosphate (F-2,6-BP), an allosteric activator and inhibitor of PFK-1 and fructose-1,6-bisphosphatase-1 (FBPase-1), respectively. This results in net flux of glucose through glycolysis and the production of ATP, amino acids, and lipids. In response to blood glucose depletion, fructose-2,6-bisphosphatase is activated resulting in the degradation of F-2,6-BP and activation of gluconeogenesis. The reciprocal regulation of glucose production and degradation occurs almost exclusively in hepatocytes and to a lesser extent in the kidney. Cancer cells also rely on this mechanism to control fuel selection and flux but rather invoke it to divert glucose-6-phosphate to the pentose phosphate pathway for the maintenance of antioxidant defenses [45] . In the context of redox signaling, one study found that PFKFB3 undergoes S-glutathionylation on cysteine-205, which is located near the entrance to the catalytic active site [45] . Protein S-glutathionylation was found to be ROS-dependent and sensitive towards the accumulation of GSSG [45] . Furthermore, the authors observed that this modification occurred in cultured HepG2 and Hela cells and resulted in a decrease in kinase activity of the bifunctional enzyme [45] . This resulted in a decrease in F-2,6-BP levels and inhibition of glycolytic flux [45] . Finally, it was observed that this resulted in a net increase in flux through the pentose phosphate pathway and the provision of NADPH for the maintenance of antioxidant defenses [45] .
Glycogen biosynthesis and degradation
The work by Axelsson and Mannervik described above led to an explosion of research aimed at identifying other metabolic targets for Sglutathionylation [40, 41, 46] . Groups started developing isoelectric focusing techniques to identify novel S-glutathionylation events that resulted from the exposure of purified proteins or tissue lysates to oxidative distress. These new techniques at the time led to the identification of glycogen phosphorylase b as another target for modification [42, 47] . Furthermore, the "S-thiolation" event on glycogen phosphorylase b could also be reversed suggesting that it is required for its regulation [47] .
Outside of these earlier studies, only two other recent articles have addressed the relationship between protein S-glutathionylation reactions and its impact on glycogen storage. However, based on these initial findings, S-glutathionylation may play a significant role in glycogen homeostasis. In one study, Young et al investigated the impact of deleting the Grx2 gene on the induction of diet-induced obesity and obesity-related disorders [48] . In this study it was observed that wildtype C57BL/6N mice rapidly developed diet-induced obesity which was associated with intrahepatic lipid accumulation and elevated circulating insulin levels [48] . Mice heterozygous for GRX2 (GRX2+/−) were completely protected from diet-induced weight gain, displayed normal circulating insulin and triglyceride levels, and had no signs of fatty liver disease [48] . Of note as well, circulating glucose levels were normal in WT and GRX2 ± fed a high fat diet [48] . A common hallmark for diet-induced obesity and fatty liver disease is the disruption of the glucose-glycogen axis wherein intrahepatic glycogen stores are depleted to maintain blood glucose levels. Young et al found glycogen stores were almost completely depleted in the livers of wild-type mice fed a high fat diet, which is consistent with the concept that "metabolic gridlock" disrupts the glucose-glycogen axis [48] . Intriguingly, GRX2 ± mice fed a high fat diet displayed glycogen levels similar to littermates fed a control-matched diet [48] . GRX2 does play an integral role in preserving and maintaining the efficiency of mitochondrial metabolism and fuel selection and the authors found that loss of GRX2 improved mitochondrial bioenergetics [48] . Therefore, although they did not generate direct evidence that glycogen metabolizing enzymes are S-glutathionylation targets, the authors did show that depleting GRX2 in mitochondria can have profound cellular effects on fatty acid handling and glucose-glycogen homeostasis.
In Dong et al, the authors investigated the function of S-glutathionylation in the regulation of AMP-dependent protein kinase and downstream effects associated with its modification [49] . In this extensive study, it was found that silencing the gene encoding Grx1 or AMPK α2 subunit decreased the expression of glycogen synthase [49] . Although this finding is correlative, it does point to the potential for GRX1 and AMPK cross-talk for control over intrahepatic glycogen homeostasis in response to complex changes in the surrounding nutritional environment.
Mitochondrial fuel metabolism
Mitochondria are dynamic double-membraned organelles that serve as central hubs for cellular metabolism. This is by virtue of its superior energy conserving capacity, which is responsible for satisfying the ATP demands of most mammalian cells. The production of ATP by mitochondria depends on the conversion of different fuels into common intermediates that are then combusted by the Krebs cycle [50] . The burning of fuels by the Krebs cycle results in the production of the electron carriers, NADH and FADH 2 , which are oxidized by complexes I and II, respectively [50] . The disparate metabolic pathways that produce common intermediates for Krebs cycle oxidation also form NADH. Electrons yielded from NADH and FADH 2 oxidation then flow through complexes I and II, reducing ubiquinone (UQ) to ubiquinol (UQH 2 ) [51] . Note that several other dehydrogenases that absorb to the outer or inner leaflets of the mitochondrial inner membrane also couple the oxidation of their cognate substrates to the transfer of electrons through an FAD center to UQ [5] . Ubiquinol is then oxidized by complex III and electrons are passed through cytochrome c to complex IV, reducing molecular oxygen (O 2 ) to H 2 O at the end of the chain [51] . The passage of electrons through the chain establishes an electrochemical gradient of protons across the MIM, which is then used to make ATP by complex V.
Mitochondria are also quantifiably the most important source of ROS in mammalian cells. The proximal ROS generated by mitochondria are superoxide (O 2
•-
) and H 2 O 2 [52] . Mitochondria can contain up to sixteen ROS sources, twelve of which are associated with energy metabolism (reviewed in Ref. [53] ). Because of their reactivity, ROS studies initially focused on the contribution of mitochondrial ROS towards the induction of oxidative distress and tissue damage. This led to the development of the "Free Radical Theory of Aging" by Denham Harman, which stipulated that ROS production and the accumulation of oxidative damage are responsible for aging [54] . In addition, mitochondria were often at the center of these studies since high ROS release from these organelles correlated with the induction of oxidative distress and disease. These studies also paved the way for understanding how ROS can deactivate mitochondrial proteins, which eventually led to findings demonstrating that oxyradicals, like H 2 O 2 , are required for the reversible regulation of enzymes in response to changes in the environment. For example, in 1983 Hillered and Ernster found that O 2
induced oxidative distress causes respiratory dysfunction in isolated brain mitochondria [55] . Later studies found that several fuel combusting enzymes and respiratory complexes are deactivated directly by ROS [56] . It was eventually found that the oxidative deactivation of these mitochondrial enzymes is reversible and required for protection from damage [57] . Now, it is known that H 2 O 2 signals are mediated through the reversible protein S-glutathionylation, which plays a vital role in regulating several mitochondrial functions including apoptosis, fission and fusion, ROS production, energy production, solute import and proton leaks, and antioxidant defenses (reviewed in Ref. [8] ). So far,~2200 modifiable peptides have been identified, with a significant fraction found in mitochondria [58] . In the following section, the role of glutathionylation in the control of fuel selection will be summarized.
Entry of pyruvate into the Krebs cycle
Glucose is one of the most important fuels required for energy metabolism and storage. Its high value to mammalian cells is underscored by the hormonal and cellular responses towards small fluctuations in its bioavailability where system wide signals are used to safeguard blood glucose levels for neural function and utilize it for energy metabolism, storage, antioxidant defense, and the biosynthesis of macromolecules. The breakdown of 1 mol of glucose to 2 mol of pyruvate supplies only 2 mol of ATP (ΔG' o~− 144 kJ mol −1 ), which is hardly enough energy to meet the demands of mammalian cells. Thus, for glucose metabolism to meet cellular energy demands, pyruvate must be imported into mitochondria where it undergoes further oxidation. The full oxidative degradation of 2 mol of pyruvate by mitochondria yields 36 ATP (2 from the Krebs cycle and 34 from oxidative phosphorylation). Along with the 2 ATP from glycolysis, glucose oxidation by mammalian cells generates 38 ATP (ΔG' o~− 2840 kJ mol −1 ).
Pyruvate oxidation by mitochondria begins with its selective import into the matrix by pyruvate carrier [59] . It is then converted to acetyl-CoA by pyruvate dehydrogenase (PDH) through an oxidative decarboxylation reaction that involves coupling the reduction of NAD + to the evolution of CO 2 [60] . PDH is α-keto acid dehydrogenase that is comprised of three catalytic components; pyruvate decarboxylase (E1), dihydrolipoamide transacetylase (E2), and dihydrolipoamide dehydrogenase (E3) [60] . These subunits can form a multi-subunit holoenzyme comprised of multiple copies of each catalytic component, forming high molecular mass oligomers [60] . Since PDH is the major entry point for pyruvate into the Krebs cycle, its activity is subjected to heavy regulation in response to changes in fuel supply and energy demands. PDH is targeted for allosteric induction by its substrates, NAD + and CoASH, and is also activated by ADP [23] . [23] . This is crucial for when ATP demands are low or during fatty acid oxidation since acetyl-CoA is being supplied by the degradation of fats. PDH is also subjected to regulation by phosphorylation/dephosphorylation in response to changes in energy demands and fuel supplies. This mechanism has been reviewed extensively and its importance in modulating pyruvate metabolism following glucose degradation is highlighted by the many studies dedicated to understanding the relationship between dysfunction in this regulatory node and the development of various metabolic diseases.
Redox signals also play an integral role in controlling PDH activity. This is achieved through the direct oxidation of vicinal thiols in PDH. The activity of PDH relies on the several cofactors and prosthetic groups that are associated with the three subunits. The catalytic cycle of PDH begins with the decarboxylation of pyruvate and the acetylation of thiamine pyrophosphate (TPP) [61] . The acetyl group is then transferred to the vicinal thiols of lipoamide in the E2 subunit. The E2 subunit then catalyzes the transfer of the acetyl group to CoASH through a thiol disulfide exchange reaction forming acetyl-CoA and dihydrolipoamide. Next, dihydrolipoamide is oxidized and the hydrides are transferred through a FAD-centered E3 subunit reducing NAD + [61] . Discussing the catalytic cycle of PDH is important for our purposes here since the vicinal thiols of the lipoamide in the E2 subunit are targets for redox modification. It had been known for some time that other the α-keto acid dehydrogenases and PDH can be deactivated through the oxidation of the vicinal lipoic acid thiols in the E2 subunit. Indeed, in 1996 it was found that purified PDH of porcine heart origin could be deactivated by ROS generated by xanthine/xanthine oxidase, which was speculated by the same authors to contribute to ischemia/ reperfusion injury [62] . Around the same period, a second study revealed that PDH is deactivated through the formation of covalent adducts with lipid peroxidation end-product 4-hydroxy-2-nonenal (HNE) [63] . In 2013, evidence generated by Fisher-Wellman et al showed that oxidizing or depleting glutathione pools amplifies ROS production by PDH, leading the authors to speculate that this was associated with protein S-glutathionylation [64] . The same authors later found that this phenomenon contributed towards glucose intolerance and increased tissue fat mass [65] .
In 2017, the first evidence was generated demonstrating that PDH is a target for S-glutathionylation. O'Brien et al found that there was a dose dependent relationship between the inhibition of purified PDH and its glutathionylation by diamide [66] . Further studies with isolated liver mitochondria revealed similar trends; both chemical glutathionylation catalysts diamide and disulfiram induced the S-glutathionylation of the E2 subunit of PDH [66] . This modification compromised coupled respiration using pyruvate as a substrate and abolished mitochondrial ROS production [66] . In a separate study published by the same group, it was found that GRX2 was required to catalyze the deglutathionylation of PDH [67] . Indeed, mice containing a deletion for the Grx2 gene displayed increased PDH E2 subunit glutathionylation, which could be reversed using β-mercaptoethanol [67] . In the studies published by O'Brien et al and Chalker et al, it was observed that modification of the E2 subunit of PDH was required to decrease ROS production, leading the authors to conclude that glutathionylation may serve as a negative feedback loop that is required to lower H 2 O 2 generation in response to glutathione pool oxidation [66, 67] . This mechanism would also serve as an excellent way of controlling fuel metabolism in response to changes in mitochondrial redox buffering capacities by diminishing substrate oxidation and inhibiting ROS production. For instance, glucose toxicity, which manifests in pancreatic beta-cells due to a deficiency in antioxidant defenses, is related to the over production of ROS by mitochondria [68] . It is feasible that the temporary S-glutathionylation of PDH may protect cells from glucose toxicity and the over production of ROS by stymieing the flow of combustable fuels into the Krebs cycle. This potential mechanism is reenforced by a third study by the same group showing that S-glutathionylation of pyruvate carrier inhibits pyruvate uptake into the matrix, which substantially decreases mitochondrial ATP production [69] . It is also vital to indicate that PDH is an important mitochondrial ROS generator and over production of H 2 O 2 has been implicated in the pathogenesis of metabolic disorders [65] . Therefore, the modification of PDH with glutathione serves as a negative feedback loop that is required to turn down mitochondrial ROS production in response to cell redox pool oxidation. Overall, this serves as an important mechanism that is required to desensitize H 2 O 2 signals through the deactivation of ROS production and restoration of cell redox buffering capacities.
Amino acid metabolism
KGDH is comprised of three basic catalytic components that are homologous to the subunits found in PDH (E1; α-ketoglutarate decarboxylase, E2; dihydrolipoamide acyltransferase, E3; dihydrolipoamide dehydrogenase) and thus shares a similar catalytic cycle. Additionally, like PDH, KGDH serves as an important entry point for fuels into the Krebs cycle. Amino acid degradation relies on the transfer of the amino group covalently bound to the α-carbon of an amino acid to α-ketoglutarate, generating glutamate and a carboxy acid-containing carbon skeleton [70] . For example, the degradation of aspartic acid requires the transfer of its amino group to α-ketoglutarate by aspartate aminotransferase, producing oxaloacetate, a Krebs cycle intermediate [70] . It is worth noting that the degradation of all 20 amino acids are intimately linked to the Krebs cycle. The branched chain amino acids give rise to acetyl-CoA and succinyl-CoA. Aromatic amino acids generate fumarate, pyruvate, and acetyl-CoA while histidine, proline, glutamine, and arginine yield glutamate. The degradation of these amino acids first starts with the transamination of α-ketoglutarate forming glutamate [71] . Once formed glutamate can be used as a neurotransmitter, for protein biosynthesis, or in the malate-aspartate shuttle. Glutamate is also subjected to degradation as well, a process that is facilitated by its oxidative deamidation by glutamate dehydrogenase (GDH). This generates α-ketoglutarate which is subjected to oxidative decarboxylation by KGDH.
Because it is a major entry point for carbon derived from amino acid degradation into the Krebs cycle, KGDH is also a major site for the regulation of fuel metabolism. All three subunits are subjected to allosteric activation and inhibition by several metabolites and micronutrients. High [ATP]/[ADP], [NADH]/[NAD + ], or [succinyl-CoA]/ [CoASH] serve as allosteric inhibitors of the enzyme complex whereas Ca 2+ , ADP, and Pi have the opposite effect [72] . An intriguing study also found that KGDH activity may be controlled through its full assembly [73] . This is achieved using a novel component, KGD4, which acts as a molecular adaptor for the successful recruitment of the E3 subunit to the E1-E2 core, allowing for the formation of a stable enzyme structure [73] . KGDH is also a well-documented target for redox signaling and is known to undergo irreversible oxidative deactivation in several pathologies. Using intact isolated nerve terminals, Tretter and Adam-Vizi were the first to demonstrate that KGDH can be subjected to oxidative deactivation [74] . In this study, the authors observed that low amounts of H 2 O 2 (< 50 μM) deactivated aconitase but KGDH activity remained unchanged allowing mitochondria to maintain NADH production through glutamate oxidation [74] . However, exposure to higher H 2 O 2 amounts led to the oxidative deactivation of KGDH and a depletion in NADH availability [74] . Using rat heart mitochondria, Nulton-Persson and Szweda later discovered that the deactivation of KGDH by H 2 O 2 is reversible [75] . This led to several groups postulating that KGDH serves as a mitochondrial redox sensor that is required to adjust metabolic fluxes and fuel metabolism and selection in response to fluctuations in H 2 O 2 and NADPH availability. The caveat associated with direct oxidation by H 2 O 2 is that the vicinal thiols in the lipoic acid residue remain vulnerable towards further oxidative attack or the formation of irreversible adducts with electrophiles such as HNE. For instance, KGDH has been shown to form irreversible adducts with HNE during ischemia-reperfusion to tissues like the myocardium and as noted above -SOH groups can be irreversibly oxidized [76] . In 2003, Nulton-Persson et al found that H 2 O 2 -mediated thiol oxidation results in the S-glutathionylation of the -SOH group thereafter, providing protection from oxidative deactivation [75] . The modification was found to be reversible wherein removal of the glutathionyl moiety restores KGDH activity [75] . Indeed, exposure of mitochondrial preparations to exogenous GRX1 resulted in the reduction of the protein-glutathione mixed disulfide on the E2 subunit [77, 78] . The same group also generated evidence demonstrating that S-glutathionylation of a vicinal lipoamide thiol in the E2 subunit also prevents the formation of adducts with HNE [77] . Therefore, S-glutathionylation is vital for protecting KGDH from irreversible deactivation in response to increased H 2 O 2 levels.
It was recently discovered that S-glutathionylation serves as a negative feedback loop for the regulation of ROS production by KGDH using a similar mechanism as described for PDH [66, 67] . This observation is significant for several reasons; first, KGDH is a well-documented source of cellular ROS in several tissues and has been shown to produce more H 2 O 2 than conventional generators like complex I [79] . Secondly, mitochondrial H 2 O 2 is an important second messenger that is required to communicate changes in the mitochondrial redox environment with the rest of the cell [4] . This includes adjusting fuel selection and metabolism in response to increased H 2 O 2 . For example, mitochondrial H 2 O 2 is integral for fulfilling several physiological and cellular functions from coordinating cell division and growth to facilitating muscle growth and healing in response to exercise [80] [81] [82] . Like any second messenger, following the transmission of information, the signal needs to be desensitized thereafter. This can be achieved with this negative feedback loop that decreases ROS production by KGDH. Additionally, S-glutathionylation also decreases ROS production by several other mitochondrial enzymes re-enforcing the concept that it is required to desensitize cellular redox signaling whilst simultaneously promoting the use of amino acids for protein biosynthesis. Two separate studies also found that GRX2 can deglutathionylate KGDH [67, 83] . This was found to restore its activity and ROS generating potential [67, 83] . The deglutathionylase activity of GRX2 is activated by restoration of the reducing capacity of glutathione pools in the matrix [67, 83] . Furthermore, it was recently found that there is a sex dimorphism in the regulation of KGDH by GRX2 [84] . In contrast to male mice where Sglutathionylation inhibits ROS production by KGDH in liver and muscle, which is reversed by GRX2, female mice do not use this mechanism to govern H 2 O 2 generation [84] . This sex difference was attributed to mitochondria from the muscles and liver of female mice having superior redox buffering and ROS handling capacities and were thus less reliant on using S-glutathionylation as a negative feedback loop to desensitize ROS production. Furthermore, a similar effect was observed with PDH wherein only mitochondria collected from the muscle and liver of male mice utilized S-glutathionylation to negatively regulate ROS production [84] . Overall, the modification of KGDH has a three-pronged effect; 1) it protects KGDH from irreversible deactivation, 2) inhibits any further ROS production by KGDH to desensitize mitochondrial redox signals, 3) decreases amino acid catabolism, allowing these fuels to be preserved for protein biosynthesis during cell growth and division while also lowering ROS production by other generators in mitochondria, like the respiratory chain.
Outside of KGDH, only a few other amino acid metabolizing enzymes have been found to undergo S-glutathionylation. GDH is a target for modification in Plasmodium falciparum but its impact on its activity is not known [39] . Another target is cytosolic human branched chain aminotransferase (hBCATc) [85] . In this study, it was found that redox modification of hBCATc lowered its activity by~45% [85] . This was due to the oxidation of the CXXC motif cysteines, C335 and C338 [85] . Furthermore, oxidative distress was found to induce S-glutathionylation through the initial formation of an -SOH moiety [85] . The glutathionyl moiety could also be removed by exogenous GSH/GRX1 [85] . These observations support the notion that oxidation of cell redox buffering networks lowers fuel oxidation in response to H 2 O 2 signaling, favoring the diversion of amino acids towards protein production during cell growth and division.
Regulation of Krebs cycle flux
The regulation of Krebs cycle flux by protein S-glutathionylation has been reviewed extensively elsewhere and will thus be only briefly discussed here (reviewed extensively in Ref. [8] ). The Krebs cycle is the most central metabolic pathway on the planet. It is an amphibolic pathway that is integral for the catabolism of most fuels and the provision of reducing equivalents for oxidative phosphorylation but is also responsible for supplying basic building blocks for cellular growth, division, and the biosynthesis of macromolecules. As such the Krebs cycle is subjected to heavy regulation and fluxes through this pathway are tightly controlled in response to cellular and whole-body energy demands. The control of PDH and KGDH was discussed in detail above but there are several other important sites for S-glutathionylation in the Krebs cycle. One excellent example in terms of the role of S-glutathionylation in protecting enzymes from oxidative deactivation is aconitase (ACN). Briefly, ACN contains a cubane iron-sulfur cluster that is sensitive to oxidative deactivation through its disassembly by O 2
•- [86] .
Notably, the iron-sulfur cluster becomes less sensitive to oxidative disassembly when the Fe a center coordinates citrate. However, when citrate levels decrease this leaves the Fe a vulnerable to oxidative attack which could be prevented by S-glutathionylation. Indeed, it was found that the degree of ACN S-glutathionylation was inversely proportional to the availability of citrate [87] . Additionally, although it protects ACN from deactivation, S-glutathionylation also lowers its activity [87] .
Other documented targets include isocitrate dehydrogenase-2 (IDH2), succinyl-CoA synthetase (SCS), and malate dehydrogenase (MDH) [37] . Protein S-glutathionylation of IDH2 and MDH also lowers their activities [58, 88] . Coupled with the inhibition of PDH and KGDH, the aim of modifying these other Krebs cycle enzymes plays similar roles; 1) to protect Krebs cycle enzyme from oxidative deactivation. This preserves enzyme activity for fuel metabolism once redox buffering capacities are restored and 2) aids in further lowering ROS production to safeguard the cell from oxidative distress while desensitizing mitochondrial redox signaling.
Oxidative phosphorylation, ATP production, and fatty acid combustion
The regulation of electron flux through the respiratory chain by protein S-glutathionylation and its impact on oxidative phosphorylation has been reviewed extensively (reviewed in Ref. [23] ). Here, I will only discuss the role of protein S-glutathionylation in the regulation of fuel selection by the respiratory chain following fluctuations in redox buffering capacity. Complex I is the most heavily studied target for protein S-glutathionylation in mitochondria. It has been found to be regulated by reversible S-glutathionylation in heart and muscle tissue and lens epithelia cells [69, 89, 90] . GRX2 catalyzes the S-glutathionylation of complex I in response to oxidation of GSH pools, inhibiting the multiprotein enzyme, whereas reduction of the pool has the opposite effect [16] . The temporary inhibition of complex I by S-glutathionylation is integral for limiting ROS production by the electron transport chain [69] . However, prolonged S-glutathionylation of complex I due to loss of GRX2 severely limits ATP production and induces oxidative distress, contributing to the development of heart disease and cataracts [89] . Complex I has approximately fourteen subunits in total that have been shown to undergo glutathionylation, including subunits that form part of the NADH binding site. Another important site for modification is the ND3 subunit which is part of the UQ binding site. The redox modification of Cys39 in the ND3 subunit deactivates complex I by blocking access to the UQ binding site [91] . Overall, S-glutathionylation serves an important mechanism for the regulation of complex I in response to changes in GSH availability.
Unlike complex I, glutathionylation is required to maintain succinate dehydrogenase (complex II) activity. The deglutathionylation of complex II decreases its activity and augments ROS production [92] . Selecting for succinate oxidation during oxidative eustress signaling (e.g. when the glutathione pool is oxidized) would serve as an important adaptive response for the following reasons; 1) it would preserve the integrity of the mitochondrial membrane potential during the temporary deactivation of complex I and the Krebs cycle, thereby preventing permeability transition and the induction of apoptosis and 2) maintain the availability of a transmembrane potential of protons for the production of NADPH by nicotinamide nucleotide transhydrogenase, a major source of matrix reducing equivalents for antioxidant defense. Another important consideration is potential reverse electron transfer from complex II to complex I. It is documented that this pathway is an important source of ROS in mitochondria fueled by succinate [93] . The S-glutathionylation of complex I would severely impede electron flow from the UQH 2 pool, limiting ROS production during reverse electron flow from succinate. Therefore, during succinate oxidation when complex I is in an inactivated S-glutathionylated state, it is anticipated that most electrons will feed forward towards complex IV for the maintenance of membrane potential integrity.
Another consideration regarding fuel selection in response to oxidative eustress signaling is whether S-glutathionylation also regulates the oxidation of other enzymes that feed electrons into the respiratory chain. This includes proline dehydrogenase, glycerol-3-phosphate dehydrogenase, dihydroorotate dehydrogenase, sulfide:quinone oxidoreductase, and electron transferring-flavoprotein:quinone oxidoreductase (ETFQO). These five enzymes couple the oxidation of their substrates to the direct reduction of UQ in the electron transport chain. However, out of these UQ-electron donors, only fatty acid oxidation, which involves ETFQO, has been found to be regulated by redox reactions. Fatty acid oxidation (FAO) in mammalian cells depends first on the conversion of acyl-CoA to acyl-carnitine by carnitine acyl-transferase 1 (CAT1). Acyl-carnitine is then imported into the matrix through carnitine:acyl-carnitine carrier (CAC) [1] . It is then oxidized by acyl-CoA dehydrogenase, enoyl-CoA hydratase, 3-hydroxy-acyl-CoA dehydrogenase, and β-ketothiolase [1] . Notably, all four of these fatty acid oxidation enzymes have been found to be subjected to redox modifications. In 2013, Doulias et al observed that all four enzymes can be S-nitrosylated, which the authors indicated could profoundly affect cell metabolism and mitochondrial bioenergetics [94] . Unfortunately, S-nitrosylation suffers from the same drawbacks as sulfenylation. Protein S-nitrosylation is reliant on the formation of S-nitrosylated glutathione (GSNO) or S-nitrosylated-CoA (SNO-CoA), both of which are degraded rapidly by GSNO and SNO-CoA reductases [3] . However, recent work has demonstrated that several FAO enzymes can be subjected to S-glutathionylation. Using an APAP cell culture model and ICAT technology, Chen et al identified long chain and very long chain acyl-CoA dehydrogenases and many other FAO enzymes, including ETFQO, as S-glutathionylation targets [37] . This may result in the inhibition of FAO curtailing ROS production by the electron transport chain. Additionally, even though the respiratory chain is often described as the main source of ROS during FAO, ETFQO and long chain and very long chain acyl-CoA dehydrogenases can also serve as significant sites of production [37] . In addition, induction of protein deglutathionylation in skeletal muscle from mice heterozygous for GRX2 results in an increase mitochondrial fat oxidation [48] . This effect is associated with increased mitochondrial respiration, increased proton leaks through UCP3 and ANT, and an augmentation of ROS production [48] . The same authors also observed that there is a sex dimorphism in this pathway, wherein female mice do not utilize S-glutathionylation to regulate fatty acid oxidation in muscles (unpublished data). It has also been documented that CAC can be subjected to reversible inhibition of S-glutathionylation [95] . This would limit the import of acyl-carnitine into the matrix for FAO. Therefore, in response to a temporary oxidative eustress, several mitochondrial fuel oxidation pathways are inhibited to curtail ROS production and protect mitochondria from irreversible damage.
A unifying hypothesis for the amplification of H 2 O 2 signals and their subsequent desensitization through protein Sglutathionylation
Several reviews have addressed the important role of protein Sglutathionylation in the rapid and reversible regulation of various cell functions. Glutathione pool oxidation results in protein S-glutathionylation, culminating with the rapid response of cells towards environmental changes. However, what has not been addressed is the potential function of protein S-glutathionylation in the desensitization of H 2 O 2 signals through the global inhibition of catabolic pathways. Based on the accumulated evidence so far, it is likely that H 2 O 2 signaling and desensitization thereafter occurs in five steps. First, H 2 O 2 production is triggered by stimuli and the origin of its production depends on the cellular location that the stimuli were received (Fig. 1) . Second, H 2 O 2 is quenched rapidly by GSH and GPxs resulting in GSSG formation and the oxidation of glutathione pools (Fig. 1 ). Third, it is documented that GRX1 and 2 harbour both glutathionylase and deglutathionlase activities, which are activated by the oxidation or reduction, respectively, of the glutathione pool. Additionally, GSTP, which is now known to rapidly catalyze the modification of proteins with glutathione, would also catalyze the S-glutathionylation of protein targets. Thus, glutathione pool oxidation triggers S-glutathionylation by GSTP and the glutaredoxins changing cell behavior (e.g. chemotaxis or calcium handling) ( Fig. 1) . In step fourl, metabolic enzymes are also modified promoting flux through pathways that generate NADPH and the inhibition of the utilization of fuels that produce ROS. Highly vulnerable enzymes that sit at critical metabolic junctions (e.g. GAPDH, PDH, KGDH, complex I) are also modified to prevent irreversible deactivation during H 2 O 2 signaling. Inhibition of ROS production and the provision of NADPH restores the redox buffering capacity of cell glutathione pools resulting in the deglutathionylation of target proteins (Fig. 1 ). And finally, restoration of the redox buffering capacity of glutathione pools through the provision of NADPH and inhibition of ROS production is sensed by glutaredoxins, triggering their deglutathionylase activities resulting in the removal of glutathionyl moieties from proteins and the re-activation of catabolic fluxes (Fig. 1 ).
Concluding remarks
Research into understanding how cells use redox signals for communication has made substantial progress due to the development and use of novel techniques. This includes the development of intracellular reporters that measure spatiotemporal redox changes in real time and proteomic techniques for the identification of novel S-glutathionylation targets. As such, over~2200 targets have been identified and use of these approaches have allowed various groups to demonstrate that protein S-glutathionylation reactions are integral for embryonic development, heart physiology, eyesight, immune cell function, and adaptation of muscles to exercise. A number of these targets include metabolic enzymes central to catabolism and H 2 O 2 production. The present review demonstrates that protein S-glutathionylation reactions in response to oxidation of glutathione pools serves a cell-wide inhibitor of fluxes through catabolic pathways including glycolysis, mitochondrial solute import, amino acid metabolism, the Krebs cycle, oxidative phosphorylation, and fatty acid combustion. This leads to a decrease in the flux of metabolites into catabolic pathways that generate ROS and the provision of substrates for NADPH production. Additionally, Sglutathionylation also serves as a negative feedback loop for the deactivation of cellular ROS generators. Collectively, the temporary deactivation of catabolism by protein S-glutathionylation serves as a mechanism for H 2 O 2 signal desensitization.
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